# 
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SEQUENCE LISTING 



SEQ ID NO: 1 

SEQUENCE LENGTH: 1877 

SEQUENCE TYPE: nucleic acid 

STRANDEDNESS : double 

TOPOLOGY: linear 

MOLECULE TYPE: cDNA to mRNA 

ORIGINAL SOURCE 

ORGANISM: mouse 

SEQUENCE DESCRIPTION: 

CCATCCTAAT ACGACTCACT ATA 23 

GGGCTCGAGC GGCCGCCCGG GCAGGTGCAG &TAGCAGTGA CCCTCTGA 71 

I 

GGCGTTTGGTGCTCCGGTAACCACCACGGCTGTAGAGCGAGTGTTGCC 119 
ATGGAACCGATCAGTGTGAGTATATACACTTCTGATAACTACTCTGAA 167 
MetGluProIleSerValSerlleTyrThrSer/LpAsnTyrSerGlu 

1 5 10 I 15 

GAAGTGGGGTCTGGAGACTATGACTCCAACAAGGAACCCTGCTTCCGG 215 
GluValGlySerGlyAspTyrAspSerAsnLysGlluProCysPh 

20 25 I 

GATGAAAACGTCCATTTCAATAGGATCTTCCTGCCCACCATCTACTTC 263 
AspGluAsnValHisPheAsnArgllePheLeuPrlThrlleTyrPhe 

35 40 1 45 

ATCATCTTCTTGACTGGCAT AGTCGGCAATGGATTGGTGATCCTGGTC 311 
IlellePheLeuThrGlylleValGlyAsnGlyLeuMjjallleLeuVal 

50 55 60 I 

ATGGGTTACCAGAAGAAGCTAAGGAGCATGACGGACAAGT ACCGGCTG 359 
Me-bGlyTyrGlnLysLysLeuArgSerMetThrAspLysTyrArgLeu 
65 70 75 I 80 

CACCTGTCAGTGGCTGACCTCCTCTTTGTCATCACACTCCCCTTCTGG 407 
HisLeuSerValAlaAspLeuLeuPheVallleThrLeiiproPheTrp 

85 90 I 95 

GCAGTTGATGCCATGGCTGACTGGTACTTTGGGAAATTTTTGTGTAAG 455 
AlaValAspAlaMe-tAlaAspTrpTyrPheGlyLysPhelieuCysLys 
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100 lO'S 110 

GCTGTCCATATCATCTACACTGTCAACCTCTACAGCAGCGTTCTCATC 503 
AlaValHisIlelleTyrThrValAsnneuTyrSerSerValLeuIle 

115 120 \ 125 

CTGGCCTTCATCAGCCTGGACCGGTACCTIcGCCATTGTCCACGCCACC 551 
LeuAlaPhelleSerLeuAspArgTyrLemAlalleValHisAlaThr 

130 135 \ 140 

AAC AGTC AAAGGCC AAGGAAACTGCTGGCTGAAAAGGC AGTCT ATGTG 599 
AsnSerGlnArgProArgLysLeuLeuAlaGluLysAlaValTyrVal 
145 150 ifes 160 



GGCGTCTGGATCCCAGCCCTCCTCCTGACTATACCTGACTTCATCTTT 647 

t 

GlyValTrpIleProAlaLeuLeuLeuThrlleProAspPhellePhe 

165 170 I . 175 

GCCGACGTCAGCCAGGGGGACATCAGTCAGGGGGATGACAGGT AC ATC 697 
AlaAspValSerGlnGlyAspIleSerGlnGJyAspAspArgTyrlle 
180 185 \ 190 



TGTGACCGCCTTTACCCCGATAGCCTGTGGATGGTJ&GTGTTTCAATTC 743 
CysAspArgLeuTyrProAspSerLeuTrpMelvaTValPheGlnPhe 
195 200 205 



CAGCATATAATGGTGGGTCTCATCCTGCCCGGC|VTCGTCATCCTCTCC 791 
GlnHisIleMetValGlyLeuIleLeuProGlyiCleVallleLeuSer 
210 215 220 

w 

TGTTACTGCATCATCATCTCTAAGCTGTCACACTCCAAGGGCCACCAG 839 
CysTyrCysIlellelleSerLysLeuSerHisSerLysGlyHisGln 
225 230 235 \ 240 

AAGCGCAAGGCCCTCAAGACGACAGTCATCCTCAT|:CTAGCTTTCTTT 887 
LysArgLysAlaLeuLysThrThrVallleLeuIleLeuAlaPhePhe 

245 250 I 255 

GCCTGCTGGCTGCC AT ATT ATGTGGGGATC AGO ATCGACTCCTTC ATC 935 
AlaCysTrpLeuProTyrTyrValGlylleSerlleAspSerPhelle 

260 265 ^ 270 

CTTTTGGGAGTCATCAAGCAAGGATGTGACTTCGAGASCATTGTGCAC 983 
LeuLeuGlyVallleLysGlnGlyCysAspPheGluSerlleValHis 
275 280 28| 
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AAGTGGATCTCCATCACAGAGGCCOTCGCCTTCTTCC ACTGTTGCCTG 1031 
LysTrpIleSerlleThrGluAlaLauAlaPhePheHisCysCysLeu 

290 295 \ 300 

AACCCC ATCCTCT ATGCCTTCCTCGGGbCC AAGTTC AAAAGCTCTGCC 1079 
AsnProIleLeuTyrAlaPheLeuGlymaLysPheLysSerSerAla 
305 310 \ 315 320 

CAGCATGCACTCAACTCCATGAGCAGAGGCTCCAGCCTCAAGATCCTT 1127 
GlnHisAlaLeuAsnSerMetSerArgGlxSerSerLeuLysIleLeu 

325 33o\ 335 

TCCAAAGGAAAGCGGGGTGGACACTCTTCC<|TCTCCACGGAGTCAGAA 1175 
SerLysGlyLysArgGlyGlyHisSerSerVialSerThrGluSerGlu 

340 345 \ 350 

TCCTCCAGTTTTCACTCCAGCTAACCCTT ATGCAAAGACTTATATAAT 1223 
SerSerSerPheHisSerSer I 

355 359 
ATATATATATATATGATAAAGAACTTTTTTATGTTACACATTTTCCAG 1271 
ATATAAGAGACTGACCAGTCTTGTACAGTTTTTjTTTTTTTTTTAATTG 1319 
ACTGTTGGGAGTTTATGTTCCTCTAGTTTTTGTISAGGTTTGACTTAAT 1367 

TTATATAAATATTGTTTTTTGTTTGTTTCATGTGAATGAGCGTCTAGG 1415 

I 

CAGGACCTGTGGCCAAGTTCTTAGTAGCTGTTTATCTGTGTGTAGGAC 1463 
TGTAGAACTGTAGAGGAAGAAACTGAACATTCCAGAATGTGTGGTAAA 1511 
TTGAATAAAGCTAGCCGTGATCCTCAGCTGTTGclrGCAT AATCTCTTC 1559 

ATTCCGAGGAGCACCCC ACCCCC ACCCCCACCCCCACCCC ATTCTT AA 1607 

\ 

ATTGTTTGGTTATGCTGTGTGATGGTTTGTTTGGT7TTTTTTTTGTTGT 1655 

\\ 

TGTTGTTGTTTTTTTTTTCTGTAAAAGATGGCACT|'AAAACCAAAGCC 1703 

TGAAATGGTGGTAGAAATGCTGGGGTTTTTTTTGTTTGTTTGTTTTTT 1751 



CAGTTTTCAAGAGTAGATTGACTTCAGTCCCTACA^mTGTACAGTCTT 1799 
GTATTACATTGTTAATAAAAGTCAATGATAAACTTAAAAAAAAAAAAA 1847 
A A AAA AAA AAA AAA A A A A A A A A A A AAA A A A \ 1877 



SEQ ID NO: 2 
SEQUENCE LENGTH: 690 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : double 



m 
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TOPOLOGY : linear 
MOLECULE TYPE: cDNA mRNA 
ORIGINAL SOURCE 

ORGANISM: mouse 
SEQUENCE DESCRIPTION: 
CTG 
Leu 
1 

CACCTGTCAGTGGCTGACCTCCTC^TTGTCATCACACTCCCCTTCTGG 51 
HisLeuSerValAlaAspLeuLeuBheVallleThrLeuProPheTrp 
5 Vo 15 

gcagttgatgccatggctgactggtActttgggaaatttttgtgtaag 99 

AlaValAspAlaMe-tAlaAspTrpTyrPheGlyLysPheLeuCysLys 

W 20 \ 

^] GCTGTCCATATCATCTACACTGTCAACCTCTACAGCAGCGTTCTCATC 147 
p AlaValHisIlelleTyrThrValAsnlSeuTyrSerSerValLeuIle 
Ul 35 40 \ 45 

CTGGCCTTCATCAGCCTGGACCGGT ACCTCG£?!fATTGTCCACGC^ 195 
C LeuAlaPhelleSerLeuAspArgTyrLeuAIalleValHisAlaThr 
? 50 55 \ 60 65 



AACAGTCAAAGGCCAAGGAAACTGCTGGCTGAAAAGGCAGTCTATGTG 243 
AsnSerGlnArgProArgLysLeuLeuAlaGluLysAlaValTyrVal 

70 75 \ 80 

GGCGTCTGGATCCCAGCCCTCCTCCTGACTAT^CCTGACTTCATCTTT 291 
GlyValTrpIleProAlaLeuLeuLeuThrlleProAspPhellePhe 



85 90 ^ 95 

GCCGACGTCAGCCAGGGGGACATCAGTCAGGGGGATGACAGGT ACATC 339 
AlaAspValSerGlnGlyAspIleSerGlnGlyAspAspArgTyrlle 

100 105 \'^"^° 

TGTGACCGCCTTTACCCCGATAGCCTGTGGATGGTGGTGTTTCAATTC 387 
CysAspArgLeuTyrProAspSerLeuTrpMetValValPheGlnPhe 

115 120 125\ 

CAGCATATAATGGTGGGTCTCATCCTGCCCGGCATCGTCATCCTCTCC 435 
GlnHisIleMetValGlyLeuIleLeuProGlylleV^lIleLeuSer 



w 

m 

>^ 
a 
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130 135 \ 140 145 

TGTTACTGCATCATCATCTC^AGCTGTCACACTCCAAGGGCCACCAG 483 
CysTyrCysIlellelleSerD^sLeuSerHisSerLysGlyHisGln 

150 \ 155 160 

AAGCGCAAGGCCCTCAAGACGAC^GTCATCCTCATCCTAGCTTTCTTT 531 
LysArgLysAlaLeuLysThrTh^allleLeuIleLeuAlaPhePhe 

165 170 175 

GCCTGCTGGCTGCCATATTATGTGGipGATCAGCATCGACTCCTTCATC 579 
AlaCysTrpLeuProTyrTyrValGlylleSerlleAspSerPhelle 

180 185 \ 190 

CTTTTGGGAGTCATCAAGCAAGGATGTGACTTCGAGAGCATTGTGCAC 627 
LeuLeuGly Val I leLy sGlnGlyCy^spPheGluSer IleValHi s 

195 200 I 205 

AAGTGGATCTCCATCACAGAGGCCCTCGCCTTCTTCCACTGTTGCCTG 675 
LysTrpIleSerlleThrGluAlaLeuMLaPhePheHisCysCysLeu 
210 215 \ 220 225 

AACCCCATCCTCTAT \ 690 

AsnProIleLeuTyr I Q^"* 

230 



SEQ ID NO: 3 
SEQUENCE LENGTH: 685 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : double 
TOPOLOGY: linear 
MOLECULE TYPE: cDNA to itiRNA 
ORIGINAL SOURCE 

ORGANISM: mouse 
SEQUENCE DESCRIPTION: 

CCATCCTAATACGACTCACTATA \ 23 

GGGCTCGAGCGGCCGCCCGGGCAGGTGCAGGTAGCAteTGACCCTCTGA 7 1 
GGCGTTTGGTGCTCCGGTAACCACCACGGCTGTAGAGCGAGTGTTGCC 119 
ATGG AACCGATCAGTGTGAGT AT AT AC ACTTCTGAT AACT ACTCTG AA 167 
MetGluProIleSerValSerlleTyrThrSerAspAs^TyrSerGlu 



1 5 \ 10 15 

GAAGTGGGGTCTGGAGACT ATGACTCCAACAAGGAACCCTGCTTCCGG 215 
GluValGlySerGlyAspTyrAspSeriUsnLysGluProCysPheArg 

20 25 \ 30 

GATGAAAACGTCCATTTCAATAGGATCTTaCTGCCCACCATCTACTTC 263 
AspGluAsnValHisPheAsnArgllePheVjeuProThrlleTyrPhe 

35 40 \ 45 

ATCATCTTCTTGACTGGCATAGTCGGCAATQGATTGGTGATCCTGGTC 311 
IlellePheLeuThrGlylleValGlyAsnGVyLeuVallleLeuVal 

50 55 \ 60 

ATGGGTT ACCAGAAGAAGCTAAGGAGCATGAGGGACAAGT ACCGGCTG 359 
MetGlyTyrGlnLysLysLeuArgSerMetTl4rAspLysTyrArgLeu 
65 70 75 80 

CACCTGTCAGTGGCTGACCTCCTCTTTGTCATCACACTCCCCTTCTGG 407 
HisLeuSerValAlaAspLeuLeuPheVallliThrLeuProPheTrp 

85 \ 

GCAGTTGATGCCATGGCTGACTGGTACTTTGGG|^;'6^TTTGTGTAAG 455 

AlaValAspAlaMetAlaAspTrpTyrPheGlylLysPheLeuCysLys 

100 105 \ 110 

GCTGTCCATATCATCTACACTGTCAACCTCTACAGCAGCGTTCTCATC 503 

AlaValHisIlelleTyrThrValAsnLeuTyrSerSerValLeuIle 

115 120 I 125 

CTGGCCTTCATCAGCCTGGACCGGTACCTCGCC ATTGTCCACGCCACC 551 

\ 

LeuAlaPhelleSerLeuAspArgTyrLeuAlalleValHisAlaThr 

130 135 140^ 

AACAGTCAAAGGCCAAGGAAACTGCTGGCTGAAAAGGCAGTCT ATGTG 599 
AsnSerGlnArgProArgLysLeuLeuAlaGluLysAlaValTyrVal 
145 150 155 \ 160 

GGCGTCTGGATCCCAGCCCTCCTCCTGACTATACCTGACTTCATCTTT 647 
GlyValTrpIleProAlaLeuLeuLeuThrlleProAspPhellePhe 

165 170 I 175 

GCCGACGTCAGCCAGGGGGAC ATCAGTCAGGGGGATGA 685 
AlaAspValSerGlnGlyAspIleSerGlnGlyAsp 
180 185 
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SEQ ID NO: 4 
SEQUENCE LENGTH: 1694 
SEQUENCE TYPE: nucleic \acid 
STRANDEDNESS : double 
TOPOLOGY: linear 
MOLECULE TYPE: Genomic Df^A 
ORIGINAL SOURCE 

ORGANISM: mouse 
SEQUENCE DESCRIPTION: 

ATATACACTTCTGATAACTACTCTGA^ 27 
IleTyrThrSerAspAsnTyrSerGli 
1 5 

GAAGTGGGGTCTGGAGACTATGACTCC^^CAAGGAACCCTGCTTCCGG 75 
GluValGlySerGlyAspTyrAspSerAsnLysGluProCysPheArg 
10 15 \ 20 25 

GATGAAAACGTCCATTTCAATAGGATCTTCCTGCCCACCATCTACTTC 123 
AspGluAsnValHisPheAsnArgllePheLeuProThrlleTyrPhe 

30 3a 40 

ATCATCTTCTTGACTGGCATAGTCGGCAATGGATTGGTGATCCTGGTC 171 
IlellePheLeuThrGlylleValGlyAsnGli^feuVallleLeuVal 

45 50 \ 55 

ATGGGTTACCAGAAGAAGCT AAGGAGCATGAQGGACAAGTACCGGCTG 219 
MetGlyTyrGlnLysLysLeuArgSerMetzThrAspLysTyrArgLeu 

60 65 \ 70 

CACCTGTCAGTGGCTGACCTCCTCTTTGTCATCACACTCCCCTTCTGG 267 
HisLeuSerValAlaAspLeuLeuPheVallleThrLeuProPheTrp 
75 80 85 

gcagttgatgccatggctgactggtactttgggaaVtttttgtgtaag 315 

AlaValAspAlaMetAlaAspTrpTyrPheGlyLylpheLeuCysLys 
90 95 100 \ 105 

GCTGTCCATATCATCTACACTGTCAACCTCTACAGC^CGTTCTCATC 363 
AlaValHisIlelleTyrThrValAsnLeuTyrSerSerValLeuIle 

110 115 \ 120 

CTGGCCTTCATCAGCCTGGACCGGT ACCTCGCCATTGTQCACGCCACC 411 



;t(^^( 
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LeuAlaPhelleSerLeuAsp^rgTyrLeuAlalleValHisAlaThr 

125 \ 130 135 

AACAGTCAAAGGCCAAGGAAAC^'GCTGGCTGAAAAGGCAGTCTATGTG 
AsnSerGlnArgProArgLysLemLeuAlaGluLysAlaValTyrVal 

140 145 150 

GGCGTCTGGATCCCAGCCCTCCTClCTGACTATACCTGACTTCATCTTT 
GlyValTrpIleProAlaLeuLeuVeuThrlleProAspPhellePhe 

155 160 I 165 

GCCGACGTCAGCCAGGGGGACATC^GTCAGGGGGATGACAGGTACATC 
AlaAspValSerGlnGlyAspIleSferGlnGlyAspAspArgTyrlle 
170 175 I 180 185 

TGTGACCGCCTTTACCCCGATAGCCl'GTGGATGGTGGTGTTTCAATTC 
CysAspArgLeuTyrProAspSerL4uTrpMetValValPheGlnPhe 



190 



195 



200 



cagcatataatggtgggtctcatcctJgcccggcatcgtcatcctctcc 

GlnHisIleMetValGlyLeuIleL^ProGlylleVallleLeuSer 

205 2lb 215 

TGTTACTGCATCATCATCTCTAAGCTfeTCACACTCCAAGGGCCACCAG 
CysTyrCysIlellelleSerLysLeAserHisSerLysGlyHisGln 

220 225 \ 230 

AAGCGCAAGGCCCTCAAGACGACAGTCJ^TCCTCATCCTAGCTTTCTTT 
LysArgLysAlaLeuLysThrThrVal ALeLeuIleLeuAlaPhePhe 

235 240 \ ^^245 

GCCTGCTGGCTGCCATATTATGTGGGGA'iCAGCATCGACTCCTTCATC 
AlaCysTrpLeuProTyrTyrValGlylleSerlleAspSerPhelle 
250 255 \260 265 

cttttgggagtcatcaagcaaggatgtgacVtcgagagcattgtgcac 

LeuLeuGly Vall leLysGlnGlyCy sAsp&heGluSer IleValHi s 

270 275 \ 280 

AAGTGGATCTCCATCACAGAGGCCCTCGCCT*CTTCCACTGTTGCCTG 
LysTrpIleSerlleThrGluAlaLeuAlaPhfePheHisCysCysLeu 

285 290 \ 295 

AACCCCATCCTCTATGCCTTCCTGGGGGCCAACSrTCAAAAGCTCTGCC 
AsnProIleLeuTyrAlaPheLeuGlyAlaLys^heLysSerSerAla 



459 



507 



555 



603 



651 



699 



747 



795 



843 



891 



939 
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300 305 \ 310 

CAGCATGCACTCAACTCCATGAGCA® AGGCTCCAGCCTCAAGATCCTT 987 
GlnHisAlaLeuAsnSerMetSerAitoGlySerSerLeuLysIleLeu 

315 320 \ 325 

TCCAAAGGAAAGCGGGGTGGACACTCIKrCCGTCTCGACGGAGTCAGAA 1035 
SerLysGlyLysArgGlyGlyHisSerteerValSerThrGluSerGlu 
330 335 I 340 345 

TCCTCCAGTTTTCACTCCAGCTAACCC^TATGCAAAGACTTATATAAT 1083 
SerSerSerPheHisSerSer 
350 

ATATATATATATATGATAAAGAACTTTT'ITATGTTACACATTTTCCAG 1131 
ATATAAGAGACTGACCAGTCTTGTACAGTfiTTTTTTTTTTTTTTAATTG 1179 
ACTGTTGGGAGTTTATGTTCCTCTAGTTtItTGTGAGGTTTGACTTAAT 1227 
TTATAT AAATATTGTTTTTTGTTTGTTTCl^TGTGAATGAGCGTCTAGG 1275 
CAGGACCTGTGGCCAAGTTCTTAGTAGCT^TTTATCTGTGTGTAGGAC 1323 
TGTAGAACTGTAGAGGAAGAAACTGAACAf TCCAGAATGTGTGGTAAA 1371 
TTGAATAAAGCTAGCCGTGATCCTCAGCT(|t£^TGCATAATCTCTTC 1419 
ATTCCGAGGAGCACCCCACCCCCACCCCC^CCCCCACCCCATTCTTAA 1467 
ATTGTTTGGTTATGCTGTGTGATGGTTTG'ljTTGGTTTTTTTTTGTTGT 1515 
TGTTGTTGTTTTTTTTTTCTGTAAAAGATGpCACTTAAAACCAAAGCC 1563 
TGAAATGGTGGTAGAAATGCTGGGGTTTT1VTTTGTTTGTTTGTTTTTT 1611 
CAGTTTTCAAGAGTAGATTGACTTCAGTCCPTACAAATGTACAGTCTT 1659 
GTATTACATTGTTAATAAAAGTCAATGATAAACTT 1694 



SEQ ID NO: 5 
SEQUENCE LENGTH: 20 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY : linear 
MOLECULE TYPE: other nucleic acic 
FEATURE: 13, 15 ( inosine ) 
SEQUENCE DESCRIPTION: 
CTSMGTTTGK CMNTNKCYGA 



( synthetic DNA ) 



20 
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SEQ ID NO: 6 
SEQUENCE LENGTH: 2^ 
SEQUENCE TYPE: nucBeic acid 
STRANDEDNESS : singli 
TOPOLOGY: linear 
MOLECULE TYPE: other ^nucleic acid (synthetic DNA) 
FEATURE: 8, 9, 17 (iVosine) 
SEQUENCE DESCRIPTION; 
TAGAKSANNG GRTTSANRCA \RCAGTG 



26 



SEQ ID NO: 7 
SEQUENCE LENGTH: 25 
SEQUENCE TYPE: nucleic |tcid 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION: 
TCATCCCCCT GACTGATGTC CC<3CT 



6^ 



25 



SEQ ID NO: 8 
SEQUENCE LENGTH: 27 
SEQUENCE TYPE: nucleic aci\'d 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleijc acid (synthetic DNA) 
SEQUENCE DESCRIPTION: 
CCATCCTAAT ACGACTCACT ATAGG(gC 



27 



SEQ ID NO: 9 
SEQUENCE LENGTH: 30 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: other nucleic acSid (synthetic DNA) 



• 



- 76 - 



SEQUENCE DESCRIPTION: 
CGCGTCGACC ACAACATGCT \GTCCACATCA 



30 



SEQ ID NO: 10 
SEQUENCE LENGTH: 30 
SEQUENCE TYPE: nucleic abid 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucld^c acid (synthetic DNA ) 
SEQUENCE DESCRIPTION: 
CGCTCTAGAT TATAAACCAG CCGAG^ACTTC 



30 



O 



r"3 



SEQ ID NO: 11 
SEQUENCE LENGTH: 29 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear I 
MOLECULE TYPE: other nucleic abid (synthetic DNA) 
SEQUENCE DESCRIPTION: | 
CGCGTCGACG TTACCATGGA GGGGATCAG 



29 



SEQ ID NO: 12 
SEQUENCE LENGTH: 32 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS: single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleic acid| ( synthetic DNA) 
SEQUENCE DESCRIPTION: 

CGCGCGGCCG CTTAGCTGGA GTGAAAACTT GA 



32 



SEQ ID NO: 13 
SEQUENCE LENGTH: 27 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
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TOPOLOGY : linear 

MOLECULE TYPE: other nucleic acid ( syntrhetic DNA) 
SEQUENCE DESCRIPTION: 
TAGCGGCCGC GTTGCCATGG AACCSAT 



27 



1 = 1 



SEQ ID NO: 14 
SEQUENCE LENGTH: 27 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleic|acid (synthetic DNA) 
SEQUENCE DESCRIPTION: 
GCGTCGACTA AGGGTTAGCT GGAGTG; 



27 



SEQ ID NO: 15 
SEQUENCE LENGTH: 20 
SEQUENCE TYPE : nucleic acid 
STRANDEDNESS : Single 
TOPOLOGY: linear 

MOLECULE TYPE: other nucleic qo±d (synthetic DNA) 
SEQUENCE DESCRIPTION: 
CTGCACCTGT CAGTGGCTGA 



20 



SEQ ID NO: 16 
SEQUENCE LENGTH: 27 
SEQUENCE TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY : linear 

MOLECULE TYPE: other nucleic ac|.d (synthetic DNA) 
SEQUENCE DESCRIPTION: 
TAGATGAGGG GGATTGAGAC AACAGTG 



27 



SEQ ID NO: 17 
SEQUENCE LENGTH: 359 
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SEQUENCE TYPE: amino a^id 
TOPOLOGY: linear 
MOLECULE TYPE: protein 
ORIGINAL SOURCE 

ORGANISM: mouse 
SEQUENCE DESCRIPTION: 
MetGluProIleSerValSerlleT 

1 5 
GluValGlySerGlyAspTyrAspSe 
20 25 



ThrSerAspAsnTyrSerGlu 
10 15 
snLysGluProCysPheArg 
30 



AspGluAsnValHisPheAsnArgllePheLeuProThrlleTyrPhe 

35 40 V 45 

IlellePheLeuThrGlylleValGlyAs^GlyLeuVallleLeuVal 

50 55 \ 60 

Me'tGlyTyrGlnLysLysLeuArgSerMe-bfe'hrAspLysTyrArgLeu 
65 70 175 80 

HisLeuSerValAlaAspLeuLeuPheVallteThrLeuProPheTrp 

85 90 95 

AlaValAspAlaMetAlaAspTrpTyrPheGS^LysPheLeuCysLys 

100 105 \ 110 

AlaValHisIlelleTyrThrValAsnLeuTyi^erSerValLeuIle 

115 120 \ 125 

LeuAlaPhelleSerLeuAspArgTyrLeuAlalW-eValHisAlaThr 

130 135 1^ 

AsnSerGlnArgProArgLysLeuLeuAlaGluLy&AlaValTyrVal 
145 150 155 I 160 

GlyValTrpIleProAlaLeuLeuLeuThrllePro^spPhellePhe 

165 170 \ 175 

AlaAspValSerGlnGlyAspIleSerGlnGlyAspAfepArgTyrlle 

180 185 \ 190 

CysAspArgLeuTyrProAspSerLeuTrpMetValVatt.PheGlnPhe 

195 200 20; 

GlnHisIleMetValGlyLeuIleLeuProGlylleVaHEleLeuSer 
210 215 220 




- 79 - 

CysTyrCysIlellelleSerLysLAuSerHisSerLysGlyHisGln 
225 230 \ 235 240 

LysArgLysAlaLeuLysThrThrVal^leLeuIleLeuAlaPhePhe 

245 2|50 255 

AlaCysTrpLeuProTyrTyrValGly I leSer I leAspSerPhel le 

260 265 \ 270 

LeuLeuGlyVallleLysGlnGlyCysAs^PheGluSerlleValHis 

275 280 \ 285 

LysTrpIleSerIleThrGluAlaLeuAlafthePh«HisCysCysLeu 

290 295 \ 

AsnProIleLeuTyrAlaPheLeuGlyAlaLysPheLysSerSerAla 
305 310 315 320 

GlnHisAlaLeuAsnSerMetSerArgGlySeriSerLeuLysIleLeu 

325 330 W 335 

SerLysGlyLysArgGlyGlyHisSerSerValSerThrGluSerGlu 

340 345 \\ 350 

SerSerSerPheHisSerSer 
355 359 



